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Motivation ODbjectives
Data analysis requires computational power and human

A touring system, to find attributes of interest for the
reasoning to cope with the vast volume or inherent users, that is:

complexity [1]. While humans can quickly identify
relationships and patterns In a visualization, the

m generalized for different data types.

computational power surpasses them in the calculation = independent of the data domain.

of defined measures across whole datasets. ® independent of the visual analysis tool.
The measures can be used to guide users towards

promising data subsets for visual exploration.

Step 1: Selection

Numerical Hierarchical Categorica__l ______ The users select a subset
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Discretization Categorization

Step 2: Comparison
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The selected subset is then compared with the whole dataset. o
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The nurT.]eI‘IC.aI values The S.ubtreeS. of d Step 3: Presentation =
are split into two hierarchical attribute are Th ilarit } :
categories, such that| |transformed into © Simiarity — Scores are  Attribute T

one of them has| |categorical attributes. presented as bars alongside  jyipte R —

maximum similarity. Bhe'r resDe.Ct'l"e(j atttt”.bb“tfs' Attribute V  —
A seperate category| |The  touring  system SErs can Incluae attributes

may be created for compares each of these with h|gh similarity in the Attribute Q  |m——
analysis, or vary the selected

ocorded values. | | the given data subset. data subset and startthe Y .
touring process again. Attribute S s -
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Results ':HE
We present a data-driven touring The described solution iIs  Three heterogeneous multi-attribute| = ==
system for visual analytics tools that  generalized for data types and  datasets have been wused 0| L"mm
guides users in  discovering domains and independent of the demonstrate data domain and data| g =
relationships for a data subset of employed visual analysis tool. type generalization: e
their interest. We Iintegrated the system in the Two datasets of the The Cancer -.=E
Based on the users' selection, visual analytics tools StratomeX [2] Genome Atlas and a dataset of tumor g iR
attributes that show some kind of and Ordino [3]. patients, provided by the Kepler e
similarity are presented. University Hospital Linz, Austria. l.:E
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